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<210> 1 
<211> 871 
<212> PRT 

<213> Homo sapiens 
<400> 1 

Met Lys Tyr Ser Cys Cys Ala Leu Val Leu Ala Val Leu Gly Thr Glu 

5 10 15 

Leu Leu Gly Ser Leu Cys Ser Thr Val Arg Ser Pro Arg Phe Arg Gly 

20 25 30 

Arg lie Gin Gin Glu Arg Lys Asn lie Arg Pro Asn lie lie Leu Val 

35 40 45 

Leu Thr Asp Asp Gin Asp Val Glu Leu Gly Ser Leu Gin Val Met Asn 

50 55 60 

Lys Thr Arg Lys lie Met Glu His Gly Gly Ala Thr Phe lie Asn Ala 
65 70 75 80 

Phe Val Thr Thr Pro Met Cys Cys Pro Ser Arg Ser Ser Met Leu Thr 

85 90 95 

Gly Lys Tyr Val His Asn His Asn Val Tyr Thr Asn Asn Glu Asn Cys 

100 105 110 

Ser Ser Pro Ser Trp Gin Ala Met His Glu Pro Arg Thr Phe Ala Val 

115 120 125 

Tyr Leu Asn Asn Thr Gly Tyr Arg Thr Ala Phe Phe Gly Lys Tyr Leu 

130 135 140 

Asn Glu Tyr Asn Gly Ser Tyr lie Pro Pro Gly Trp Arg Glu Trp Leu 
145 150 155 160 

Gly Leu lie Lys Asn Ser Arg Phe Tyr Asn Tyr Thr Val Cys Arg Asn 

165 170 175 

Gly lie Lys Glu Lys His Gly Phe Asp Tyr Ala Lys Asp Tyr Phe Thr 

180 185 190 

Asp Leu lie Thr Asn Glu Ser lie Asn Tyr Phe Lys Met Ser Lys Arg 

195 200 205 

Met Tyr Pro His Arg Pro Val Met Met Val lie Ser His Ala Ala Pro 

210 215 220 

His Gly Pro Glu Asp Ser Ala Pro Gin Phe Ser Lys Leu Tyr Pro Asn 
225 230 235 240 

Ala Ser Gin His lie Thr Pro Ser Tyr Asn Tyr Ala Pro Asn Met Asp 
245 250 255 
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<212> DNA 
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<400> 2 

atgaagtatt 

ctctgttcga 

atccgaccca 

caagtcatga 

tttgtgacta 

cacaatcaca 

catgagcctc 

ggaaaatacc 

ggattaatca 

aagcatggat 

aattacttca 

cacgctgcgc 

gcttcccaac 

atgcagtaca 

aaaaggctcc 

gtggagacgg 

attgggcagt 

ccttttttta 

aacattgact 

gacggcaagt 

aacaagaagg 

aagaaggaag 

gtcaaagaac 

tggcaatgca 

gacctgctca 

gacaaagagt 

caacggcaat 

cggcagacac 

gaagaagaag 

cacaaggggc 

gatagcagca 



cttgctgtgc 
ctgtcagatc 
acattattct 
acaaaacgag 
cacccatgtg 
atgtctacac 
ggacttttgc 
tcaatgaata 
agaattctcg 
ttgattatgc 
aaatgtctaa 
cccacggccc 
acataactcc 
caggaccaat 
agactttgat 
gggagctgga 
ttggactggt 
ttcgtggtcc 
tggcccccac 
ctgtcctcaa 
ccaaaatttg 
aatccagcaa 
tatgccagca 
ttgaggatac 
cagtccggca 
gcagttgtag 
tcttgagaaa 
gttccttgtc 
aattgcaagt 
caagagatct 
acgccgtggg 



tctggttttg 
cccgaggttc 
tgtgcttacc 
aaagattatg 
ctgcccgtca 
caacaacgag 
tgtatatctt 
taatggcagc 
cttctataat 
aaaggactac 
gagaatgtat 
cgaggactca 
tagttataac 
gctgcccatc 
gtcagtggat 
gaatacttac 
caaggggaaa 
aagtgtagaa 
gatcctggat 
acttctggac 
gcgtgataca 
gaatatccaa 
ggccaggtac 
atctggcaag 
gagcacgcgg 
ggagtctggt 
ccaggggact 
cgtcgaattt 
gttgcaacca 
ccaggcttcc 
cccacctacc 



gctgtcctgg 
agaggacgga 
gatgatcaag 
gaacatgggg 
cggtcctcca 
aactgctctt 
aacaacactg 
tacatccccc 
tacactgttt 
ttcacagact 
ccccataggc 
gccccacagt 
tatgcaccaa 
cacatggaat 
gattctgtgg 
atcatttaca 
tccatgccat 
ccaggatcaa 
attgctgggc 
ccagaaaagc 
ttcctagtgg 
cagtcaaatc 
cagacagcct 
cttcgaattc 
aacctctacg 
taccgtgcca 
ccaaagtaca 
gaaggtgaaa 
agaaacattg 
agtggtggca 
actgtccgag 



gcacagaatt 
tacagcagga 
atgtggagct 
gggccacctt 
tgctcaccgg 
ccccctcgtg 
gctacagaac 
ctgggtggcg 
gtcgcaatgg 
taatcactaa 
ccgttatgat 
tttctaaact 
atatggataa 
ttacaaacat 
agaggctgta 
ccgccgacca 
atgactttga 
tagtcccaca 
tcgacacacc 
caggtaacag 
aaagaggcaa 
acttgcccaa 
gtgaacaacc 
acaagtgtaa 
ctcgcggctt 
gcagaagcca 
agcccagatt 
tatatgacat 
ctaagcgtca 
acaggggcag 
tgacacacaa 



gctgggaagc 
acgaaaaaac 
ggggtccctg 
catcaatgcc 
gaagtatgtg 
gcaggccatg 
agcctttttt 
agaatggctt 
catcaaagaa 
cgagagcatt 
ggtgatcagc 
gtaccccaat 
acactggatt 
tctacagcgc 
taacatgctc 
tggttaccat 
tattcgtgtg 
gatcgttctc 
tcctgatgtg 
gtttcgaaca 
atttctacgt 
atatgaacgg 
ggggcagaag 
aggacccagt 
ccatgacaaa 
aagaaagagt 
tgtccatact 
aaatctggaa 
tgatgaaggc 
gatgctggca 
gtgttttatt 
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840 
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960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
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cttcccaatg actctatcca ttgtgagaga gaactgtacc aatcggccag agcgtggaag 1920 

gaccataagg catacattga caaagagatt gaagctctgc aagataaaat taagaattta 1980 

agagaagtga gaggacatct gaagagaagg aagcctgagg aatgtagctg cagtaaacaa 2040 

agctattaca ataaagagaa aggtgtaaaa aagcaagaga aattaaagag ccatcttcac 2100 

ccattcaagg aggctgctca ggaagtagat agcaaactgc aacttttcaa ggagaacaac 2160 

cgtaggagga agaaggagag gaaggagaag agacggcaga ggaaggggga agagtgcagc 2220 

ctgcctggcc tcacttgctt cacgcatgac aacaaccact ggcagacagc cccgttctgg 2280 

aacctgggat ctttctgtgc ttgcacgagt tctaacaata acacctactg gtgtttgcgt 2340 

acagttaatg agacgcataa ttttcttttc tgtgagtttg ctactggctt tttggagtat 2400 

tttgatatga atacagatcc ttatcagctc acaaatacag tgcacacggt agaacgaggc 2460 

attttgaatc agctacacgt acaactaatg gagctcagaa gctgtcaagg atataagcag 2520 

tgcaacccaa gacctaagaa tcttgatgtt ggaaataaag atggaggaag ctatgaccta 2580 

cacagaggac agttatggga tggatgggaa ggt 2613 

<210> 3 
<211> 39 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 
<400> 3 

tggaccaaat acaatgaagt attcttgctg tgctctggt 39 

<210> 4 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 
<400> 4 

ggcaaggtca aatgaggtgt tttcccaacc t 31 

<210> 5 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 
<400> 5 

gagagaggcg aatggaacga 20 

<210> 6 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 
<400> 6 

cgcaccaggg agctgatct 19 
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